ii 




Figure lA 
TR-11 



1 GCACTTCACCTGGGTCGGGATTCTCAGGTCATGA^ 60 



61 CGGGTGAGGACGGGGACGGGGCGTGTCCAACTGGCTGTGGGCTCT^^ 120 
1 M 1 



121 GCACAGCJ^CGGGGCGATGGGCGCGTTTCGGGCCCTGTGCGGCCTG^ 180 

2 AOHGAMGAFRALCGLALLCA 21 

181 CTC AGCCTGGGTC AGCGCCCCACCGGGGGTCCCGGGTGCGGCCCTGGGCGCCTC 240 

22 L S L G QRPTGGPGCGPGRLLL 41 

241 GGGACGGGAACGGACXSCGCGCTGCTGCCGGGTTCACACGACGCGCT^ 300 

42GTGTDARCCRVHTTRCCRDY 61 

301 CCGGGCGAGGAGTGCTGTTCCX^GTGGGACTGCATGTGTGTCm 360 

'-•-'^ 62 P G E E C C S E W D C M CVQPEFHC 81 

„ CD' II 

I : 3 
: ^ 

361 GGAGACCCTTGCTGCACGACCTGCCGGCACCACCCTTGTCCCCCAGGCCT^GC^^ 420 

Cm 82 G D P CCTTCRHHPC P P G Q G V Q 101 



CD-III 

421 TCCCAGGGGAAATTCAGTTTTGGCTTCCAGTGTATC 480 

102 S Q G K F S FGFQCIDC A S G T F S 121 

CD-IV 

481 GGGGGCCACGAAGGCCACTGCAAACCTTGGACAGACTGCACCCAGTTCG^ 540 

122 G G H E G H C K P W T D C T Q F G F L T 141 

CD-V 

54 1 GTGTTCCCTGGGAACAAGACCCACAACGCTGTGTGCGTCCCAGC^ 600 

142 VFPGNKTHNAVCVPGSPPAE 161 



CD-VI 

60 1 CCGCTTGGGTGGCTGACCGTCX5TCCTCCTGGCCGTGGCCGCCTGCGTC 660 
162 PLGWLTVVLLAVAACVLLLT 181 



CD-VIX 

661 TCGGCCCAGCTTGGACTGCACATCTGGCAGCTGAGGAAGACCCAC^^ 720 

182 S A Q L G LHIWQLRKTQLLLEV 201 

CD-VII 

721 CCGCCGTCGACCGAAGACGCCAGAAGCTGCCAGTTCCCCGAGGAAGAGCGGGC^^ 780 
202 P P S T E D A R SCQFPEEERGER- 221 

CD- IX 

781 TCGGCAGAGGAGAAGGGGCGGCTGGGAGACCTGTGGGTGTGAGCCTGGCCG 840 

222 SAEEKGRLGDLWV 234 



CD-X 

841 gccaccgaccgcagcx::agcccctccccaggagctccccaggccgcaggggc 900 
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Figure IB 
TR-11 



901 TGCTCTGGGCCGGGCCCTGCTCCCCTGGCAGCAGAAGTGGGTGCAGGAAGGT^ 960 



961 CCAGCGCCCTGGACCATGCAGTT 983 
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Figure 2A 
TR-llSVl 



1 GTCX^ACCCACGCGTCCGGGGGGCCACCCCTGGGTCCTGCAGGGGC^ 60 



6 1 ATGGAGTTAGCACCTGGGCAGGGGCAGCTGTGGGGCGCAAAGGGGGAGTAGCCAGG^ 120 



121 ATGGCCCCAGGAGAAAGAGACAGCTGGATAAACCCAGGTCCAGACTCCCAGCC^^ 180 
IMAPGERDS WINPGPDSQPGA 20 



181 CTCTGCTCCCTGGAGCCAACTGTGGGTGGAGAACGGACAACCTCACTCCCCT^ 240 
21LCSLEPTVGGERTTSLPWRA 40 



241 GAGGGGAGGCCTGGGGAGGAGGGGGCCTCAGCCCAGCTGCTGC^^ 300 

41EGRPGEEGAS AQLLGGWPVS 60 

CD-I 

301 TGCCCAGGCGAGGAGTGCTGTTCCGAGTGGGACTGCATGTGTC 360 

61CPGEECCSEWD CMCVQPEFH 80 

CD- JJ 

361 TGCGGAGACCCTTGCTGCACGACCTGCCGGCACCACCCTTGTCCCCCAGGCC^ 420 

81 C G D P CCTTCRHHPC P P G Q G V 100 

CD-II CD-III 

421 CAGTCCCAGGGGAAATTCAGTTTTGGCTTCCAGTGTATC 480 

101 Q S Q G K F S FGFQCIDC A S G T F 120 

CD-IV 

481 TCCGGGGGCCACXSAAGGCCACTGCAAACCTTGGACAGACTGCACCCAG^^ 540 

121 S G G H E G H C K P W T D C T Q F G F L 140 

CD-V 

# . 

541 ACTGTGTTCCCTGGGAACAAGACCCACAACGCTGTGTGCGTCCCAGGGTCCCCG^ 600 

141 TVFPGNKTHNAVCVPGSPPA 160 



CD- VI 

601 GAGCCGCTTQGGTGGCTCACCGTCGTCCTCCaX3GCCGl^^ 6 60 

161 EPLGWLTVVLLAVAACVLLL 180 



CD-VII 

661 ACCTCGGCCCAGCTTGGACTGCACATCTGGCAGCTGAGGAGTCAGT^ 720 

181 T S A Q L G LHIWQLRS Q C M W P R 200 

CD-VII CD-VIII 

721 GAGACCCAGCTGCTGCTGGAGGTGCCGCCGTCGACCGAA^ 780 

201 ETQLLLEVPP S T E D A R S C Q F 220 

CD-VIII CD-IX 

781 CCCGAGGAAGAGCGGGGCGAGCGATCGGCAGAGGAGAAGGGGCGGCTGG 840 

221 PEEERGERSAEEKGRLGDLW 240 



CD-X 

841 GTGTGAGCCTGGCCGTCCrcCGGaX:CACCGACCGCAGCCAGCC 900 
241 V 241 



Figure 2B 
TR-llSVl 



901 CCAGGCCGC AGGGGCTCTGCGTTCTGCTCTGGGCCGGGCCCTGCTCCCC^^ 960 



961 GTGGGTGCAGGAAGGTGGCAGTGACCAGCGCCCTGGACCATGCAGTT 1007 
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Figure 3A 
TR-11SV2 



1 ATGGGCGCGTTTCGGGCCCTGTGCX3GCCTGGCGCT(^ 60 
1 MGAFRALCGLALLCALSLG Q 20 



m 



61 CGCCCCACCX3GGGGTCCCX3GGTGCGGCCCTGGGCGCCTCCTGC^ 120 
21RPTGGPGCGPGRLLLGTGTD 40 



121 GCGCGCTGCTGCCGGGTTCACACGACGCGCTGCTGCCGCGATTACCCGGCCC^ 180 

41ARCCRVHTTRCCRDYP A Q L L 60 

CD-I 

181 GGGGGCTGGCCTCTCTCCTGCCCAGGCGAGGAGTGCTGTTCC 240 

61GGWPVSCPGEECCSEWDCMC 80 



CD-I CD-II 

241 GTCCAGCCTGAATTCCACTGCGGAGACCCTTGCTGCACGACCTGCCC^^ 300 

81 V Q P E F H C GDP CCTTCRHHPC 100 

CD-II CD- III 

301 CCCCCAGGCCAGGGGGTACAGTCCCAGGGGAAATTCAGTTTTGGCTTC 360 

101 PPGQGVQSQGKFS F G F Q C I D 120 

CD-IV 

361 TGTGCCTCGGGGACCTTCTCCGGGGGCCACGAAGGCCACTGCAAACC^^ 420 

121 CASGTFSGGHEGHCKPWTDC 140 



CD~IV CD-V 

# . 

421 ACCCAGTTCGGGTTTCTCACTGTGTTCCCTGGGAACAAGACCC^ 480 
141 TQFGFLTVFPGNKTHNAV C V 160 

CD-VI 

481 CCAGGGTCCCCGCCGGCAGAGCCGCTTGGGTGGCTGACCGTCGTCCTCCT^^ 540 
161 PGSPPAEPLGWLTVVLLAVA 180 



CD-VI 

541 GCCTGCGTCCTCCTCCTGACCTCGGCCCAGCTTGGACTGCACATCTGG 600 

181 A CVLLLTSAQLG LHIWQLRK 200 

CD-VII 

601 ACCCAGCTGCTGCTGGAGGTGCCGCCGTCGACCGAAGACGCCAGAAGCTG^ 660 

201 TQLLLEVPP S T E D A R S C Q F P 220 

CD- IX 

661 GAGGAAGAGCGGGGCGAGCGATCGGCAGAGGAGAAGGGGCGGCTGGC^ 720 

221 EEERGERSAEEKGRLGDLWV 240 



CD-X 

12 1 TGAGCCTGGCCGTCCTCCGGGGCCACCGACCGCAGCCAGCCCCTCCCCAGC^ 780 

781 GGCCGCAGGGGCTCTGCGTTCTGCTCTGGGCCGGGC 840 

841 GGTGCAGGAAGGTGGCAGTGACCAGCGCCCTGGACCATGCAGTTCGGC 900 



Figure 3B 
TR-11SV2 



901 GCCCTGCAGGAGGGAGAGAGAGACACAGTCATGGCCCCCTTCCTCCCTTGCTGGCCCTGA 960 



961 TGGGGTGGGGTCTTAGGACGGGAGGCTGTGTCCGTGGGTGTGCAGTGCCCAGCACGGGAC 1020 
1021 CCGGCTGCAGG<X3ACCTTCAATAAACACTTGTCCAGTAAAAAAAAAAAAAAAAA 1074 
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Figure 5 
TR-11 Polypeptide Analysis 




B Alpha, Regions - Gamier-Robson 
B Alpha, Regions - Chou-Fasman 
Q Beta, Regions - Gamier-Robson 
9 Beta. Regions - Chou-Fasman 
a Turn, Regions - Gamier-Robson 
■ Turn, Regions - Chou-Fasman 
□ Coit, Regions - Gamier-Robson 



1 1 □ Hydrophrtictty Plot - Kyte-Doollltle 



□ Hydrophobicity Plot - Hopp-Woods 



■ Alpha, Amphlpathic Regions - Eisenberg 

■ Beta, Amphlpathic Regions - Eisenberg 
□ Flexible Regions - Karplus-Schuiz 



I Antigenic Index - Jameson-Wolf 



□ Surface Probability Plot - Emini 




Figure 6 
TR-llSVl Polypeptide Analysis 




1 i^A^ . ^...w<wr.A..^^ 



B Alpha, Regions - Gamier-Robson 
B Alpha. Regions - Chou-Fasnrtan 
Q Beta. Regions - Gamier-Robson 
B Beta. Regions - Chou-Fasman 

□ Turn, Regions - Gamier-Robson 
■ Turn, Regions - Chou-Fasman 

□ Coll, Regions - Gamier-Robson 

O Hydrophilicity Plot - Kyte-Doollttle 



□ Hydrophobiclty Plot - Hopp-Woods 



■ Alpha, Amphipathic Regions - Elsenberg 
B Beta, Amphipathic Regions - Elsenberg 
□ Flexible Regions - Karplus-Schuiz 



I Antigenic Index - Jameson-Wolf 



□ Surface Probability Plot - Emini 
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Figure 7 
TR-11SV2 Polypeptide Analysis 
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BAfpha, Regions - Gamier-Robson 
BAIpha, Regions - Chou-Fasman 
BBeta, Regions - Gamier- Robson 
■Beta, Regions - Chou-Fasman 
□Turn, Regions - Gamier-Robson 
■Tum, Regions - Chou-Fasman 
nCoil, Regions - Gamier-Robson 

EHydrophilicity Plot - Kyte-Doolittle 



□ Hydrophobicity Plot - Hopp-Woods 



■Alpha, Amphipathic Regions - Eisenberg 
■Beta, Amphipathic Regions - Eisenberg 
EFIexible Regions - Karplus-Schuiz 



BAntlgenic Index - Jameson-Wolf 



□Surface Probability Plot - Emini 



